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Abstract
Background: OMT (O-methyltransferase) genes are involved in lignin biosynthesis, which relates to stover cell wall
digestibility. Reduced lignin content is an important determinant of both forage quality and ethanol conversion
efficiency of maize stover.
Results: Variation in genomic sequences coding for COMT, CCoAOMT1, and CCoAOMT2 was analyzed in relation to
stover cell wall digestibility for a panel of 40 European forage maize inbred lines, and re-analyzed for a panel of 34
lines from a published French study. Different methodologies for association analysis were performed and
compared. Across association methodologies, a total number of 25, 12, 1, 6 COMT polymorphic sites were
significantly associated with DNDF, OMD, NDF, and WSC, respectively. Association analysis for CCoAOMT1 and
CCoAOMT2 identified substantially fewer polymorphic sites (3 and 2, respectively) associated with the investigated
traits. Our re-analysis on the 34 lines from a published French dataset identified 14 polymorphic sites significantly
associated with cell wall digestibility, two of them were consistent with our study. Promising polymorphisms
putatively causally associated with variability of cell wall digestibility were inferred from the total number of
significantly associated SNPs/Indels.
Conclusions: Several polymorphic sites for three O-methyltransferase loci were associated with stover cell wall
digestibility. All three tested genes seem to be involved in controlling DNDF, in particular COMT. Thus, considerable
variation among Bm3 wildtype alleles can be exploited for improving cell-wall digestibility. Target sites for
functional markers were identified enabling development of efficient marker-based selection strategies.
Background
Stover cell-wall digestibility has long been shown to be
crucial for forage quality, and more recently this trait is
getting more attention in relation to biofuel production.
Research into bioethanol has grown significantly as a
response to global warming and increasing prices of fos-
sil fuels. The conversion of lignocellulosic biomass into
fermentable sugars by the addition of enzymes has long
been recognized as an alternative to the existing starch-
based ethanol production [1-3]. Reduced lignin content
improves cell wall digestibility due to increased accessi-
bility of cellulose and hemicelluloses by enzymatic
procedures, enabling better ethanol conversion efficiency
[4]. Lignins are phenolic polymers resulting from three
monolignols: p-coumaryl, coniferyl, and sinapyl alcohol.
These monolignols derive p-hydroxyphenyl H, guaiacyl
G, and syringyl S phenylpropanoid units, respectively,
which polymerize by oxidation to form lignins [5]. In
maize, lignins are predominantly comprised of G and S
units (37.5 and 60.0%, respectively) [6], with a low, but
noticeable content in H units which is nearly five times
higher than in dicotyledonous plants.
Lignin is synthesized by the phenylpropanoid pathway
[7]. Phenylalanine ammonia lyase (PAL) catalyzes the first
step by removing ammonia from L-Phe to produce p-cou-
maric acid, followed by a series of enzymatic steps invol-
ving cinnamate 4-hydroxylase (C4H), 4-coumarate:CoA
ligase (4CL), hydroxycinnamoyl-CoA transferase (HCT),
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methyltransferase (CCoAOMT), cinnamoyl-CoA reductase
(CCR), ferulate 5-hydroxylase (F5H), caffeic acid O-
methyltransferase (COMT), and cinnamyl alcohol dehy-
drogenase (CAD) catalyzing the biosynthesis of mono-
lignols. Genes encoding these enzymes controlling the
phenylpropanoid pathway in maize have been cloned
[8-15].
Four brown midrib mutations in maize (bm1, bm2,
bm3,a n dbm4) are associated with alterations of and
reductions in lignin content in stover [16]. The bm1
mutation decreases cinnamyl alcohol dehydrogenase
(CAD) activity [17], while the bm3 mutation results in
reduced caffeic acid O-methyltransferase (COMT) activ-
ity [18]. The genetic events underlying bm2 and bm4
mutations are unknown.
Several studies reported improvement in the digest-
ibility of corn silage in ruminant feeding of brown mid-
rib mutants, especially bm3 materials [19-25].
However, negative effects of brown midrib genotypes
have also been reported in relation to agricultural fit-
ness, such as reduced grain and stover yield and stalk
breakage [26-28]. Reduced grain yield, combined with
other negative effects caused by the bm3 mutation is
so significant that it might be difficult to produce
superior maize bm3 hybrids in terms of agricultural fit-
ness [27,26]. However, the same authors report large
genetic variation among bm3 lines, and the genotype
specificity among bm3 lines in relation to yield reduc-
tion [26,27,29].
Although many studies investigated phenotypic effects
in relation to down regulation of lignin genes for maize
and other species [30-36], intragenic variability of OMT
genes involved in lignin synthesis have not been studied
to the same extent. Ultimately, characterized QTN
(Quantitative Trait Nucleotide) or QTINDEL (Quantita-
tive Trait Insertion-Deletion) polymorphisms within
these genes would allow development of Functional
Markers (FM) [37]. Prerequisite for distinguishing the
effects of different intragenic polymorphisms is low LD
(linkage disequilibrium) in the population(s) analyzed.
Nucleotide diversity, LD, and associations to forage
quality traits have been studied for several genes
involved in the phenylpropanoid pathway [38-41]. While
LD decreased rapidly within few hundred bp in the
COMT and CCoAOMT2 coding genes [40,41], LD per-
sisted over a thousand bp in the CCoAOMT1 gene [40].
In this study, variation in genomic sequences coding
for COMT, CCoAOMT1,a n dCCoAOMT2 was analyzed
in relation to stover cell wall digestibility for the same
panel of 40 European forage maize inbred lines investi-
gated by Andersen et al. [38,42] for other “lignin genes”
(Experiment 1). In addition, data published by Guillet-
Claude et al. [40] in an association analysis of the three
O-methyltransferase genes in relation to cell wall digest-
ibility were re-analyzed (Experiment 2), based on a dif-
ferent statistical approach by using General Linear
Model, and including population structure. The objec-
tives were, (1) to identify associations between individual
polymorphisms and four forage quality traits determined
for maize stover in Exp. 1, (2) to evaluate the impact of
sequence alignment parameters on the outcome of asso-
ciation studies, (3) to re-analyze data of Exp. 2 under
consideration of population structure, and (4) to com-
pare findings between both experiments for these three
jointly analyzed genes.
Methods
Plant Materials and Phenotypic Analyses
The 40 lines within Exp. 1 represent a broad range of
Central European forage maize germplasm, and were
extremes within a larger collection of >300 maize
inbreds with respect to stover cell-wall digestibility
(unpublished data). Thirty-five lines originated from the
current breeding program of KWS Saat AG and five
lines were from the public domain (AS01, AS02, AS03,
AS39, and AS40, identical to F7, F2, EP1, F288, and F4,
respectively).
The inbred lines were evaluates in Grucking (sandy
loam) in 2002, 2003, and 2004, and in Bernburg (sandy
loam) in 2003 and 2004. The experiments consisted of
49 entries in a 7 × 7 lattice design with two replications.
Nine entries from this design were consisting of not
sequenced checks (such as knock-out mutants of brown
midrib loci with known high cell wall digestibility).
Therefore, only 40 lines were analyzed for cell wall
properties and sequenced. The single row plots were
0.75 m apart and 3 m long with a total of 20 plants.
The ears were manually removed and the stover was
chopped 50 days after flowering. Approximately 1 kg of
stover was collected and dried at 40°C. The stover was
ground to pass through a 1 mm sieve. Quality analyses
were performed with near infrared reflectance spectro-
scopy (NIRS) based on previous calibrations on the data
of 300 inbred lines (unpublished results). Four traits
were analyzed: Water Soluble Carbohydrate (WSC),
Organic Matter Digestibility (OMD), Neutral Detergent
Fiber (NDF) and digestible Neutral Detergent Fiber
(DNDF). DNDF was estimated by DNDF = 100 -
(IVDMD - (100 - NDF))/NDF based on Goering and
Van Soest, 1970 [43]. Since the investigated traits were
highly heritable [42,44], and “trait × location” interac-
tions were not significant, replications and locations
were averaged, so that each entry was represented by
mean values of the cell wall traits. The results of pheno-
typic analysis were published previously [38]. The herit-
abilities of NDF and DNDF were 86.5% and 92.2%,
respectively [42].
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including public lines and ecotypes both from Europe
and U.S., covering substantial variation in forage quality.
The lines were evaluated in three different years: 2006,
2008, and 2009 (unpublished data of INRA Lusignan).
Values of stover in vitro cell wall digestibility was esti-
mated by DNDF = (100 × (ES - (100 - NDF)/NDF) [45],
based on enzymatic solubility (ES) of Aufrere and
Michalet-Doreau,[46].
DNA isolation, PCR amplification, and DNA sequencing
The inbred lines from Exp. 1 were grown in the green-
house for DNA isolation. Leaves were harvested three
weeks after germination, and DNA was extracted using
the Maxi CTAB method [47]. Polymerase chain reaction
(PCR) primers were developed based on maize mRNA
sequences identified in GenBank by employing BLAST
[48] for three genes: COMT, CCoAOMT1 and
CCoAOMT2. PCR reactions contained 20 ng genomic
DNA, primers (200 nM), dNTPs (200 μM), 1 M Betain
and 2 units of Taq polymerase (Peqlab, Erlangen, Ger-
many), in a total reaction volume of 50 μl. A touchdown
PCR program was: denaturation at 95°C for 2 min, 15
amplification cycles: 45 sec at 95°C; 45 sec at 68°C
(minus 0.5°C per cycle), 2 min at 72°C, followed by 24
amplification cycles: 45 sec at 95°C; 45 sec at 60°C, 2
min at 72°C, and a final extension step at 72°C for 10
min.
Products were separated by gel electrophoresis on
1.5% agarose gels, stained with ethidium bromide and
photographed using an eagle eye apparatus (Herolab,
Wiesloch, Germany). Amplicons were purified using
QiaQuick spin columns (Qiagen, Valencia, USA) accord-
ing to the manufacturer instructions, and directly
sequenced using internal sequence specific primers and
the Big Dye1.1 dye-terminator sequencing kit on an ABI
377 (PE Biosystems, Foster City, USA). Electrophero-
grams of overlapping sequencing fragments were manu-
ally edited using the software Sequence Navigator
version 1.1, from PE Biosystems.
Full alignments were built for CCoAOMT1 and
CCoAOMT2 genes by using default settings of the
CLUSTAL W program. Several Indels were present
among the different COMT alleles in Exp. 1 [24]. Thus,
four different alignment parameters were set in CLUS-
TAL W [49] to validate the consistency of polymorphic
sites. The first alignment was based on default para-
meters, additional alignments were constructed by using
different parameter settings in relation to gap penalty.
The exon-intron structure of the three O-methyltrans-
ferase genes was estimated by alignments of genomic to
mRNA sequences.
In Exp. 2, primer pairs for CCoAOMT1 and
CCoAOMT2 were designed based on published cDNA
sequences (accession numbers AJ242980 and AJ242981),
respectively. For both genes, fragments of about 1.2
to1.3 kb were amplified, encompassing the 5’-UTR and
the complete coding region [40]. Since the COMT pro-
moter sequence was not available in databases, a walk-
ing-PCR procedure was performed to amplify the 5’-
flanking region. Sequencing was performed for each
PCR fragment in both directions by Isoprim (Toulouse,
France) and MWG-Biotech (Ebersberg, Germany). The
sequences containing singletons were checked by re-
amplifying genomic DNA and partially re-sequencing
the appropriate alleles. Contigs were constructed using
SeqWeb (GCG Wisconsin Package). Sequences were
aligned using CLUSTAL W [49].
Population structure and association analysis
Lines evaluated in Exp. 1 were genotyped with 101 sim-
ple sequence repeat (SSRs) markers providing an even
coverage of the maize genome. Population structure was
estimated from the SSR data by the Structure 2.0 soft-
ware [50,51]. The Q matrix estimating membership
coefficients for each individual in each subpopulation
was produced. A burn-in length of 50.000 followed by
50.000 iterations was applied. The Admixture model
was applied with independent allele frequencies.
Association between polymorphisms and mean pheno-
typic values were performed by the General Linear
Model (GLM) analyses in TASSEL. The Q matrix pro-
duced by Structure was included as covariate in the ana-
lysis to control for populations structure. The
polymorphisms were determined as significant for p-
adj_Marker (based on 10.000 permutations) equal to
0.05 or less. p-adj_Marker is a permutation based
experiment-wise error rate which controls the error rate
over all the markers tested.
The same parameters were applied to perform the
Logistic Regression in TASSEL. In this association analy-
sis a logistic regression ratio test is used to evaluate
associations involving quantitative traits while control-
ling for population structure [52]. The trait values per-
muted relative to the fixed haplotypes were recalculated
for 10.000 permutations.
Associations were also tested by the Mixed Linear
Model (MLM) in TASSEL [53]. The MLM accounts not
only for overall population structure (Q), but also finer
scale relative kinship (K). Loiselle kinship coefficients
[54] between lines (a K matrix) were estimated by the
SPAGeDI software [55] based on the SSR data men-
tioned above. Negative values between two individuals
in the K matrix were set to zero. The Bonferroni Step-
down correction [56] was applied to correct for multiple
testing as the p-values for the MLM analysis are
expressed on a single marker basis in TASSEL.
Significant intron polymorphisms in Exp.1 were ana-
lyzed for alterations in motif sequences, using the inbred
line W64 as reference sequence (AY323283). Differential
Brenner et al. BMC Plant Biology 2010, 10:27
http://www.biomedcentral.com/1471-2229/10/27
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with genomic sequences. The discrimination of favor-
able and unfavorable alleles at each significant asso-
ciated polymorphic site at COMT was done by grouping
lines by alleles and averaging DNDF values within the
same group.
Guillet-Claude et al. [40] tested for associations
between cell wall digestibility and polymorphic sites of
COMT, CCoAOMT1,a n dCCoAOMT2 by performing
Multiple Linear Regression without considering popula-
tion structure. Our re-analysis included population
structure in the GLM analysis of TASSEL. The P-value
of all individual polymorphisms (including singletons)
was estimated based on 10,000 permutations. Population
structure data were obtained from Camus-Kulandaivelu
et al. [57], where five sub-populations were found using
55 SSR loci in Sructure [50,51].
Results
Genetic diversity within COMT, CCoAOMT1, and
CCoAOMT2
The analysis of overlapping sequences of common
inbred lines between Exp.1 and Exp.2 (F2, F4, F7, F288,
EP1, and W64) revealed consistency of sequences for
the COMT gene across both experiments. Only one
SNP each was different among overlapping sequences of
F4 and EP1 inbred lines, respectively (Table 1). For
CCoAOMT1, F2 and F7 sequences were identical in
both experiments, whereas between two (F288) and 13
(EP1) polymorphisms were identified for the other three
inbred lines (Table 1). For the CCoAMT2 gene, only
two inbred lines were common between both studies.
One SNP and one large Indel were identified for F288,
whereas sequences perfectly matched for EP1. For each
of the three genes, sequences of lines used in both
experiments, were in all cases most similar across both
experiments: even when comparing the EP1
CCoAOMT1 allele from Exp. 1 with all alleles in Exp. 2,
the Exp. 2 EP1 allele was the most similar sequence to
Exp. 1 EP1 among all Exp. 2 sequences.
Analysis of haplotype diversity for the 40 inbred lines
employed in Exp. 1 revealed 13, 9, and 6 haplotypes for
COMT, CCoAOMT1,a n dCCoAOMT2, respectively
(Table 2). The range of haplotype means for all four
stover quality traits was larger for COMT compared to
the other two genes (Table 2). A total number of 26, 12,
and 14 haplotypes was previously identified by Guillet-
Claude et al. [40], for COMT, CCoAOMT1,a n d
CCoAOMT2, respectively. When sequences from both
experiments were jointly analyzed for haplotype num-
bers, 38 haplotypes were discriminated for COMT,a n d
15 haplotypes each for CCoAOMT1,a n dCCoAOMT2
(data not shown).
Association analysis of COMT in Experiment 1
Varying alignment lengths and number of polymorphic
sites were observed when four different parameter sets
were applied for aligning COMT by CLUSTAL W. By
GLM based on the first alignment (default settings), 16
polymorphisms were significantly associated with
DNDF, whereas alignment settings 2, 3, and 4 identified
13, 14, and 14 polymorphic sites, respectively (Table 3),
significantly associated with DNDF. Different gap open-
ing and gap extension penalties lead to different Indel
numbers and sizes. Some polymorphisms were observed
to change positions, others were created or vanished.
Only eight polymorphic sites showing significant asso-
ciations with DNDF were in common among all four
alignments.
All subsequent analyses were performed for default
sequence alignment settings, in order to be able to com-
pare findings reported here with previous studies
[38,42]. In Exp. 1, a total number of 16 COMT poly-
morphic sites were significantly associated with DNDF
using GLM analysis: 9 SNPs and 7 Indels (Table 4). The
same sites were identified by MLM analysis, with the
exception of one SNP located at 1439 bp and one Indel
located at 1638 bp based on the reference sequence
AY323283 of Genbank. Logistic regression analysis in
TASSEL identified a larger number of significant poly-
morphic sites in association with DNDF: 16 SNPs and 9
Indels, respectively (Table 4).
No polymorphic sites were observed to be significantly
associated with DNDF in the first exon, and most of the
polymorphic sites identified for this trait were located in
the intron, where 13 SNPs and 9 Indels were detected.
I nt h es e c o n de x o n ,t h r e eS N P sw e r es i g n i f i c a n t l y
Table 1 Comparison of sequences of common inbred lines in Exp. 1 and Exp 2
COMT CCoAOMT1 CCoAOMT2
Inbred lines Bp Overlap Differences Bp Overlap Differences Bp Overlap Differences
F2 2051 0 1326 0 - -
F4 1947 1 SNP 1327 5 SNP, 1 Indel - -
F7 2090 0 1249 0 - -
F288 2052 0 1328 1 SNP, 1 Indel 655 1 SNP, 1 Indel
EP1 2115 1 SNP 1254 9 SNP, 4 Indel 751 0
W64 2088 0 - - - -
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bp, each leading to amino acid substitutions (Ser/Pro,
His/Asp, and Arg/Pro, respectively). Most of the signifi-
cantly associated polymorphic sites identified for DNDF
were in high LD (Fig. 1).
No significant associated SNP or Indel was identified
between COMT and NDF, OMD, and WSC by MLM or
GLM (Table 4). All significantly associated polymorphic
s i t e sf o rt h e s et r a i t sw e r ei d e n t i f i e db yL o g i s t i cR e g r e s -
sion. For NDF, a synonymous SNP was identified in the
second exon of the COMT gene. Low values of LD were
observed between this SNP and other polymorphic sites
a s s o c i a t e dw i t hD N D F ,O M D ,a n dW S C( F i g .1 ) .A l l
polymorphic sites (six SNPs and six Indels) associated
with OMD matched positions of DNDF associated poly-
morphic sites, most of them located in the intron. Only
two SNPs (2103 and 2178 bp) were identified in the sec-
ond exon of the gene, both causing changes in amino
acid sequences (Ser/Pro and His/Asp, respectively). All
polymorphic sites identified for WSC were located in
the intron: five SNPs and one Indel with high LD
among each other (Fig. 1). Six singletons in complete
LD located at positions 1064, 1070, 1071, 1072, 1073,
and 1074 bp were identified by GLM to be significantly
associated with all four traits, but not included in Table
4.
Eight significantly associated Indels in the COMT
intron affected five motifs representing binding sites for
transcription factors RAV1, GAmyb, and DOFs 1, 2, and
3. Tests for differential splicing did not reveal divergent
patterns of exon inclusion (data not shown). Across
polymorphisms significantly associated with DNDF, lines
containing mostly favorable alleles had on average
higher DNDF values than lines containing mostly unfa-
v o r a b l ea l l e l e s( F i g .2 ) .H o w e v e r ,o n el i n e( A S 2 2 )w i t h
all favorable alleles had a low DNDF value and three
lines (AS26, AS29 and AS37) containing only unfavor-
able alleles had high DNDF values.
Association analysis of CCoAOMT1 and CCoAOMT2 in
Experiment 1
Association analysis for CCoAOMT1 revealed substan-
tially fewer polymorphic sites associated with the traits
investigated as compared to COMT. Two SNPs were
identified by GLM: one SNP was associated with NDF
and located in the third intron, and a second SNP was
associated with both NDF and OMD, located in the
fourth intron. One additional SNP identified by Logistic
Regression (Table 5) associated with WSC was identified
in the fifth exon, leading to amino acid substitution.
High LD was observed between SNPs of sites 726 and
944, while low LD was observed between site 1299 and
sites 726 and 944 bp (Fig. 1).
Only two Indels showed significant trait associations
for CCoAOMT2 by Logistic Regression, and only one
Table 2 Number of haplotypes based on single nucleotide polymorphisms (SNPs) in the COMT, CCoAOMT1, and
CCoAOMT2 genes of maize, and minimum, maximum and variance of phenotypic values of lines representing
individual haplotypes
WSC NDF OMD DNDF
Gene No Haplotypes Min Max Range Min Max Range Min Max Range Min Max Range
COMT 13 13.69 23.68 9.99 52.92 65.90 12.98 61.55 76.65 15.1 42.18 59.98 17.8
CCoAOMT1 9 16.04 23.28 7.24 52.93 61.93 9.00 68.02 75.55 7.53 50.20 59.98 9.78
CCoAOMT2 6 13.28 20.69 7.41 54.95 63.03 8.08 71.00 74.46 3.46 54.07 59.98 5.91
Table 3 Significantly associated polymorphic sites of
COMT with DNDF, identified by GLM, based on
alignments resulting from four different parameters
settings of CLUSTAL W
Site Alignments
1 (2461 bp) 2 (2517 bp) 3 (2508 bp) 4 (2553 bp)
701 XXXX
737 XXXX
781 X
782 XX X
787 XX X
793 X
824 XXX
845 XX
855 XX
897 X
962 XXXX
1010 XXXX
1059 XXXX
1240 XXXX
1351 X
1352 X
1354 X
1356 X
1388 X
1417 X
1419 X
1432 X
1562 X
1612 XXXX
1619 XXXX
Site numbers denote bp alignment positions of individual SNPs and starting
positions of Indels based on reference sequence AY323283 of Genbank.
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located in the second intron of the CCoAOMT2 gene,
and both were associated with WSC. Both polymorph-
isms were in complete LD. intron polymorphisms of
CCoAOMT1 and CCoAOMT2 did not cause changes in
known motifs, and were not found to cause differential
splicing.
Association analysis of COMT, CCoAOMT1, and CCoAOMT2
in Experiment 2
Guillet-Claude et al. [40] identified polymorphic sites of
COMT associated with DINAGZ, all located in non-
coding regions. No association was found between
polymorphisms within CCoOAMT1 and DINAGZ, while
an 18-bp Indel associated with DINAGZ was identified
for CCoAOMT2. DINAGZ and DNDF are both esti-
mates of CWD based on in vitro enzymatic solubility,
differing on how the fully digestible part of the non-cell-
wall part is computed. The correlation between the two
traits is high (nearly 0.90, INRA Lusignan unpublished
data). For this reason, the association results from Guil-
let-Claude et al. [40] should be phenotypically compar-
able to our analysis (using DNDF).
After taking population structure into account, five
sub-populations were identified for this line panel by
Camus-Kulandaivelu et al. [57]. In total 14 polymorphic
sites showed significant associations with DNDF for the
three investigated genes (Table 6). Thirteen of those
polymorphic sites were singletons, and most of them
were located in non-coding regions.
For COMT, three SNPs and two Indels were identified
by GLM. The SNP located at position 1948 bp was also
identified as significantly associated with DNDF in Exp.
1. This SNP was observed to be in high LD with another
polymorphic site at position 1981 bp, not identified in
Exp.1, and low LD with the other three trait-associated
sites identified in Exp. 2. The two polymorphic sites at
positions 749 bp and 1981 bp were also present in
Exp.1, but not significantly associated with any of the
four traits analyzed. Two polymorphisms located in the
promoter (at positions 342 and 659 bp) were not poly-
morphic in Exp.1.
Figure 1 Linkage disequilibrium among significantly associated
SNPs and Indels estimated by TASSEL, for DNDF, OMD, NDF
and WSC of a) COMT,b )CCoAOMT1 in Experiment 1.
Table 4 Polymorphic sites of COMT associated with DNDF
identified by GLM, MLM, and Logistic Regression tests
for DNDF
Site Snp/Indel E/I aa change GLM MLM REG Other trait*
1233 C-G I - - - - WSC
1235 A-T I - - - - WSC
1236 C-G I - - - - WSC
1240 C-T I - - - - WSC
1243 10 I - - - - WSC
1261 A-G I - - - - WSC
1296 C-T I - X X X OMD
1331 C-T I - X X X OMD
1377 A-T I - X X X OMD
1381 7 I - X X X OMD
1439 A-C I - X - X -
1449 4-8 I - X X - -
1547 6 I - X X X OMD
1589 A-G I - X X X OMD
1638 1 I - X - X OMD
1811 6 I - X X X OMD
1902 1 I - - - X -
1907 3 I - - - X -
1916 A-G I - - - X -
1917 A-C I - X X X -
1918 A-G I - X X X -
1919 C-T I - - - X -
1920 28 I - X X X OMD
1948 C-T I - - - X -
1952 C-T I - - - X -
1953 A-T I - - - X -
1954 77 I - X X X OMD
2032 A-C I – -- X -
2103 C-T E2 Ser - Pro - - X OMD
2178 C-G E2 His - Asp. X X X OMD
2185 C-G E2 Arg - Pro X X X -
2693 A-C E2 Syn. - - - NDF
*All polymorphic sites associated with WSC, OMD and NDF were identified
only by Logistic Regression. E: exon; I: intron; aa: Amino Acid; Syn.:
Synonymous substitution
Site numbers denote bp alignment positions of individual SNPs and starting
position of Indels based on reference sequence AY323283 of Genbank.
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two SNPs and three Indels showed significant associa-
tions between CCoAOMT1 and DNDF. One SNP
located at position 944 bp was also found to be signifi-
cantly associated with NDF and OMD in Exp. 1. This
SNP was in high LD with Indels at positions 704 and
734 bp, and in low LD with polymorphic sites at posi-
tions 956 and 972 bp. The Indel at positon 734 bp was
also observed in Exp.1, but it was not significantly asso-
ciated with any four traits investigated in Exp. 1. Four
SNPs in CCoAOMT2 sequence were significantly asso-
ciated with DNDF. All polymorphisms were singletons
n o ti d e n t i f i e di nE x p . 1 ,a n dt h r e eo ft h e mw e r el o c a t e d
in non-coding regions.
Discussion
Impact of sequence alignments and association analysis
methods on results of association studies
Changing alignments parameters for gap opening and
gap extension costs leads to the creation of alignments
with different Indel sizes and frequencies [58]. Different
studies investigated consequences of different align-
ments parameters settings in the outcome of phyloge-
netic studies [59-62]. However, little is known about the
effect of different alignment settings in association ana-
lysis. Our results demonstrate that different sets of poly-
morphisms are identified by association analyses,
depending on alignments settings (Table 3). This is
especially true for sequences with multiple Indels as
observed for COMT, where choosing optimal alignment
parameters might be difficult. Comparison of different
alignments varying for gap costs may be used to identify
the most consistent significantly associated polymorphic
sites.
In this study, cell wall traits of two relatively small
populations (40 and 34 lines) were tested for associa-
tions with two large sets of polymorphic sites (SNPs and
Indels). The large number of independent variables
(SNPs/Indels) in relation to number of dependent vari-
ables (lines/phenotypic data) increases the chances of
false positive associations due to overfitting [63]. How-
ever, we believe that high heritability values of the cell
wall traits analyzed [42,44] and stringent significance
levels estimated by 10.000 permutations limit the rate of
false positives [64].
The control of systematic differences due to popula-
tion structure and kinship has also been suggested to
avoid spurious associations and for greatest statistical
power in association studies [53,65]. In this study, two
of our models (GLM and Logistic Regression) were con-
trolling for population structure, and the mixed model
(MLM) approach was controlling for both population
structure and kinship. Most of the lines evaluated in
this study could be clearly identified as Flint or Dent
lines (see Figure five: Andersen et al. [38]).
Across the investigated genes in this study, most of
the significantly associated polymorphisms were
detected by Logistic Regression, followed by GLM and
MLM. A few previous studies compared results of asso-
ciation analyses from these methods. Andersen et al.
[66] in an attempt to validate associations of the Dwarf8
locus identified by Thornsberry et al. [52], identified a
larger number of polymorphisms associated with flower-
ing time when using GLM (without control of popula-
tion structure) as compared to Logistic Regression (with
control of population structure). According to the
authors, GLM identified more significant polymorph-
isms, because variation of causal alleles was closely cor-
related with population structure. In corroboration with
our results, Andersen et al [42] observed a larger num-
ber of significant polymorphisms by GLM analysis
accounting for population structure as compared to
MLM accounting for both population structure and kin-
ship corrections. Fewer significant polymorphisms iden-
tified by MLM are expected, as MLM also corrects for
kinship, and significant polymorphisms identified in
GLM but not in MLM might thus reflect identity of
polymorphisms by descent. Investigating three QTL in
277 diverse maize inbred lines, Yu et al. [53] concluded
that the model accounting for both population structure
(Q) and relative kinship (K) gave the best approximation
to the cumulative distribution of p-values when com-
pared to models containing only K, only Q and a simple
model (in which family structure is ignored).
Across the three genes and four traits within Exp. 1,
13 polymorphisms were consistent across the three
Figure 2 Discrimination of favorable and unfavorable COMT
alleles in relation to average DNDF for lines in Exp.1.
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both GLM and MLM, 3 by both GLM and Logistic
Regression. No significant polymorphic sites were con-
sistent between both MLM and Logistic Regression.
Logistic Regression was the method detecting the high-
est number of significant polymorphisms in our study.
With this method, permutation tests are performed for
individual markers, not controlling for experiment-wise
error rates. Consequently, a larger number of false posi-
tives are expected for this method of analysis when
compared to analyses that control for experiment-wise
error, like GLM in our study. Logistic Regression (and
GLM in one occasion) revealed significant associations
between the three OMT genes with WSC, with none of
these three genes being involved in biosynthesis of solu-
ble carbohydrates (Tables 4 and 5). However, we were
able to identify one SNP in Exp.1 by Logistic Regression
(but not by the other two methods) that was consistent
w i t hE x p .2( S N Pa tp o s i t i o n1 9 4 8o ft h eCOMT gene,
Table 6). Moreover, many polymorphisms identified by
Logistic Regression were also identified by GLM and
MLM when considering p-values between 0.05 and 0.10,
especially for associations between COMT with NDF,
OMD, and WSC (data not shown). It can be inferred
that these QTN/Indels are at the threshold of being
detectable, and even small changes in statistical methods
or parameters might lead to (non-) significance of these
sites. Therefore, significant polymorphisms identified by
association analyses, need to be validated by indepen-
dent experiments (ongoing).
Consistency of association results across experiments
Two SNPs were identified as significantly associated in
both datasets (Exp.1 and Exp.2). The SNP at position
1948 bp in the COMT intron was significantly asso-
ciated with DNDF. At this C/T polymorphic site, a
sequence motif for a DOF3 zinc finger transcription fac-
tor was identified for the allele with the T base present.
The second SNP consistent across experiments was
located in the site 944 bp at the fourth intron of
CCoAOMT1. This SNP did not cause motif or splicing
alterations, but it was significantly associated with both
N D Fa n dO M Di nE x p . 1 .T h ec o n s i s t e n c yo ft h e s et w o
SNPs across experiments makes them excellent candi-
dates for development of FMs.
In addition, three polymorphic sites identified in Exp.
2 were also observed in Exp.1, but not significantly asso-
ciated with the investigated traits. The relative low num-
ber of common polymorphic sites between Exp.1 and
Exp.2 can in part be explained by the different regions
of genes that each experiment investigated. The overlap-
ping region of each gene common to both studies was
not representing the whole gene. Moreover, for some
lines overlapping sequences were not completely identi-
cal in both studies (Table 1), most likely due to residual
heterozygosity as the “same” lines in both studies had in
all cases the most similar sequences. In addition, most
of the significantly associated polymorphic sites identi-
fied in Exp. 2 were singletons, which have a low prob-
ability of being indentified across datasets. Finally, Exp.
1 and 2 were conducted in quite different environments
in Germany and France, respectively, which might
explain for the different performance of the “same lines”
with regard to CWD in both experiments.
Table 5 Significantly associated polymorphic sites of
CCoAOMT1 and CCoAOMT2 genes identified by GLM,
MLM and Logistic Regression (REG) with NDF, OMD, and
WSC, respectively
Gene Trait Site Snp/
Indel
E/
I
aa
change
GLM MLM REG
CCoAOMT1 NDF 726 C-T I3 - X - -
NDF 944 C-T I4 - X - -
OMD 944 C-T I4 - X - -
WSC 1299 C-G E5 Ala - Gly - - X
CCoAOMT2 WSC 404 1 I2 - - - X
WSC 414 4 I2 - X - X
E: exon; I: intron; aa: Amino Acid.
Site numbers denote bp alignment positions of individual SNPs and starting
position of Indels. (Based on reference sequences AY323264 and AY279022,
for CCoAOMT1 and CCoAOMT2, respectively).
Table 6 Significant polymorphic sites identified in Exp. 2
in comparison to Exp. 1
Gene Exp.2 polymorphisms Exp.1
Site Region SNP/Indel aa Change p-value
342 Prom A-T - -
COMT 659* Prom 1 - -
749* E1 6 - 0.99
1948* I1 G-T - 0.03
1981* I1 C-T - 0.92
CCoAOMT1 704* I3 3 - -
734* I3 2 - 1
944* I4 C-G - 0.01
956* I4 11 - -
972* I4 A-G - -
CCoAOMT2 187* E1 A-G His - Arg -
688* I3 A-G - -
717* I3 C-T - -
720* I3 C-T - -
E: exon; I: intron; Prom: promoter; aa: Amino Acid; Syn.: Synonymous
substitution; *: singleton
Site numbers denote bp alignment position of individual SNPs and starting
position of Indels based on the reference sequences AY323283, AY323264 and
AY279022, for COMT, CCoAOMT1 and CCoAOMT2, respectively.
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Most of the significant SNPs/Indels identified in Exp. 1
were identified for COMT (44 significant polymorph-
isms) while a smaller number of sites was identified for
CCoAOMT1 and CCoAOMT2 (three and two significant
polymorphic sites, respectively). Guillet-Claude et al [40]
also observed a larger number of polymorphisms for
COMT compared to CCoAOMT1 and CCoAOMT2.I n
both experiments, the alignment sequence size of
COMT was approximately two times larger than
CCoAOMT1 and CCoAOMT2, whereas the number of
significantly associated polymorphisms for COMT were
substantially higher than 2-fold.
Andersen et al. [42] investigated the same set of 40 lines
for six other “lignin genes” in relation to NDF, IVDOM,
and DNDF, and identified significant associations for
4CL1, C3H,a n dF5H genes. The DNDF range between
haplotypes within these three genes was largest for C3H
(10.0%), followed by F5H (7.7%) and 4CL1 (2.3%). COMT
haplotypes differed for DNDF by 17.8% (Table 2). Larger
differences between haplotypes suggest that COMT is a
promising candidate gene to derive markers affecting
stover cell-wall digestibility. Moreover, down regulation of
COMT in Arabidopsis, poplar, alfalfa and maize affecting
the lignin content/structure support the strong effect of
this gene on variation for cell wall digestibility [30-36].
Polymorphisms associated with cell wall digestibility
The association analyses revealed a considerable number
of SNPs and Indels associated with cell wall traits for
the genes analyzed. Across experiments, methodologies
and genes, 11 significant QTNs/Indels were located in
coding regions and 52 significant polymorphisms were
located in non-coding regions. Some of the significant
associations identified in this study may reflect a statisti-
cal artifact. The probability of false-positive associations
is higher in case of rare alleles and cases where a poly-
morphic site was only detected with one of the align-
ments. In addition, several of the identified significant
associations can likely be explained by high LD to clo-
sely linked causal QTN/QTINDELs. Within an unre-
solved linkage block, likely only one or few
polymorphisms are causative (Figs. 1 and 3). Polymorph-
isms causing amino acid changes are promising candi-
dates for causative QTN/QTINDELs. The SNPs
identified to cause amino acid changes in positions 2178
Figure 3 Linkage disequilibrium among significantly associated SNPs and Indels estimated by TASSEL, for DNDF of a) COMT,b )
CCoAOMT1 c) CCoAOMT2 in Experiment 2.
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Page 9 of 12and 2185 bp of COMT (Table 4) were identified by all
statistical methods, being, therefore, strong candidate
sites to cause DNDF variation.
Several significantly associated polymorphisms located
in non-coding regions have been reported. Andersen et
al. [42] identified two respective SNPs in the F5H gene
as significantly associated with NDF and DNDF. Wilson
et al. [67] identified significant intron polymorphisms
associated with kernel composition traits for sh1 and
sh2 genes. Polymorphisms located in introns can be
“causative” if affecting transcript abundance (expression
and stability) of genes [68]. The analysis of motif altera-
tions revealed eight significant associated Indels in
COMT introns disrupting the sequence of five motifs,
which represent binding sites for transcription factors
R A V 1 ,G A m y b ,a n dD O F s1 ,2 ,a n d3 .D O F - t y p et r a n -
scription factors are well known for their function as
transcriptional activators or repressors of tissue-specific
gene expression. More recently, they have been identi-
fied as putative regulators of lignin biosynthetic genes,
based on the microarray analyses of Arabidopsis ectopic
lignification mutants [69]. Therefore, although poly-
morphisms in positions 1439, 1920, 1948, 1952, 1953,
a n d1 9 5 4b pa r el o c a t e di nt h eCOMT intron, they
might play an important role as cis-regulators of gene
expression, causing changes in the lignin content and
v a r i a t i o ni nD N D Fv a l u e s .i n tron polymorphisms might
also be part of splicing signals that could cause differen-
tial splicing encoding structurally and functionally dis-
tinct protein products. However, no divergent patterns
of exon inclusion were observed for the three genes ana-
lyzed (data not shown).
Conclusions
Lines containing favorable alleles at putative QTN or
QTINDELs were generally, but not always associated
with high phenotypic values for cell wall digestibility. As
cell wall digestibility is a polygenic inherited quantitative
trait, likely unfavorable alleles at other loci affecting this
trait are responsible for this finding, either by strong
main effects or interaction with COMT.I na g r e e m e n t
with these observations, Barriere et al. [70] identified
conventional inbreds with equally high cell wall digest-
ibility as bm3 lines, supporting that other genes can
have strong effects on this trait. Identifying and combin-
ing favorable alleles from multiple genes affecting cell
wall digestibility is, therefore, mandatory for functional
marker-based improvement of stover for forage and bio-
fuel usage.
List of abbreviations
CCoAOMT: caffeoyl-CoA Omethyltransferase; COMT:
caffeic acid O-methyltransferase; DNDF: digestibility of
neutral detergent fiber; Indel: insertion-deletion
polymorphism; LD: linkage disequilibrium; NDF: neutral
detergent fiber; OMD: Organic Matter Digestibility;
SNP: single-nucleotide polymorphism; WSC: water solu-
ble carbohydrates;
Acknowledgements
We thank KWS Saat AG (Einbeck) and the German ministry for education
and science (BMBF) for financial support of the EUREKA project Cerequal.
EAB and YC are supported by the RF Baker Center for Plant Breeding at
Iowa State University.
Author details
1Department of Agronomy, Iowa State University, Agronomy Hall, Ames, IA
50011, USA.
2Department of Agronomy and Plant Breeding, Technical
University of Munich, Am Hochanger 2, 85354 Freising-Weihenstephan,
Germany.
3Department of Genetics and Biotechnology, University of Aarhus,
Research Center, Flakkebjerg, 4200 Slagelse, Denmark.
4KWS Saat AG,
Grimsehlstr 31, 37555 Einbeck, Germany.
5Bavarian State Research Center for
Agriculture, Vöttinger Str. 38, 85354 Freising-Weihenstephan, Germany.
6Unite’ de Ge’ne’tique et d’Ame’lioration des Plantes Fourrage’res, INRA,
Route de Saintes, 86600 Lusignan, France.
Authors’ contributions
EAB prepared the manuscript. EAB, JRA, and YC performed data analysis. IZ
carried out allele sequencing. GW contributed to experimental design. BD
and JE provided phenotypic data. MO provided the SSR data and together
with GW contributed to experimental design. UKF performed sequence
alignments. YB provided data from Exp.2 and reviewed the manuscript. TL
coordinated the project and together with EAB prepared the manuscript. All
authors read and approved the final manuscript.
Received: 12 May 2009
Accepted: 12 February 2010 Published: 12 February 2010
References
1. Gray KA, Zhao L, Emptage M: Bioethanol. Curr Opin Chem Biol 2006,
10:141-146.
2. Hahn-Hägerdal B, Galbe M, Gorwa-Grauslund MF, Lidén G, Zacchi G: Bio-
ethanol - the fuel of tomorrow from the residues of today. Trends
Biotechnol 2006, 24:549-556.
3. Lin Y, Tanaka S: Ethanol fermentation from biomass resources: current
state and prospects. Appl Microbiol Biotechnol 2006, 69:627-642.
4. U.S. Department of Energy (DOE): Breaking the Biological Barriers to Cellulosic
Ethanol: A Joint Research Agenda (U.S. DOE Office of Science and Office of
Energy Efficiency and Renewable Energy, 2006) http://www.doegenomestolife.
org/biofuels/.
5. Boerjan W, Ralph J, Baucher M: Lignin biosynthesis. Annu Rev Plant Biol
2003, 54:519-546.
6. Lapierre C: Applications of new methods for the investigation of lignin
structure. Forage Cell Wall Structure and Digestibility Madison: ASA-CSSA-
SSSAJung HG, Buxton DR, Hatfield RD 1993, 133-136.
7. Humphreys JM, Chapple C: Rewriting of new methods for the
investigation of lignin structure the lignin roadmap. Curr Opin Plant Biol
2002, 5:224-229.
8. Civardi L, Rigau J, Puigdomènech P: Nucleotide Sequence of two cDNAs
coding for Caffeoyl-coenzyme A O-Methyltransferase (CCoAOMT) and
study of their expression in Zea mays. Plant Physiol 1999, 120:1026-113.
9. Collazo P, Montoliu L, Puigdomenech P, Rigau J: Structure and expression
of the lignin O-methyltransferase gene from Zea mays L. Plant Mol Biol
1992, 20:857-867.
10. Gardiner J, Schroeder S, Polacco ML, Sanchez-Villeda H, Fang Z,
Morgante M, Landewe T, Fengler K, Useche F, Hanafey M, Tingey S,
Chou H, Wing R, Soderlund C, Coe EH: Anchoring 9,371 maize expressed
sequence tagged unigenes to the Bacterial Artificial Chromosome
Contig Map by Two-Dimensional Overgo Hybridization. Plant Physiol
2004, 134:1317-1326.
11. Guillaumie S, San Clemente H, Deswarte C, Martinez Y, Lapierre C,
Murigneux A, Barrière Y, Pichon M, Goffner D: MAIZEWALL. Database and
Brenner et al. BMC Plant Biology 2010, 10:27
http://www.biomedcentral.com/1471-2229/10/27
Page 10 of 12developmental gene expression profiling of cell wall biosynthesis and
assembly in maize. Plant Physiol 2007, 143:339-363.
12. Halpin C, Holt K, Chojecki J, Oliver D, Chabbert B, Monties B, Edwards K,
Barakate A, Foxon GA: Brown-midrib maize (bm1) - a mutation affecting
the cinnamyl alcohol dehydrogenase gene. Plant J 1998, 14:545-553.
13. Pichon M, Courbou I, Beckert M, Boudet A-M, Grima-Pettenati J: Cloning
and characterization of two maize cDNAs encoding Cinnamoyl-CoA
Reductase (CCR) and differential expression of the corresponding genes.
Plant Mol Biol 1998, 38:671-676.
14. Puigdomenech PC, Perez P, Murigneux A, Martinant JP, Tixier MH, Rigau J,
Civardi L, Maes T: Identifying genes associated with a QTL corn
digestibility locus. Patent 2001, WO 0155395-A..
15. Rosler J, Krekel F, Amrhein N, Schmid J: Maize phenylalanine ammonia-
lyase has tyrosine ammonia-lyase activity. Plant Physiol 1997, 113:175-179.
16. Barriere Y, Argillier O: Brown-midrib genes of maize: a review. Agronomie
1993, 13:865-876.
17. Halpin C, Holt K, Chojecki J, Oliver D, Chabbert B, Monties B, Edwards K,
Barakate A, Foxon GA: Brown-midrib maize (bm1) - a mutation affecting
the cinnamyl alcohol dehydrogenase gene. Plant J 1998, 14:545-553.
18. Vignols F, Rigau J, Torres MA, Capellades M, Puigdomenech P: The brown
midrib3 (bm3) Mutation in Maize Occurs in the Gene Encoding Caffeic
Acid O-methyltransferase. Plant Cell 1995, 7:407-416.
19. Muller LD, Lechtenberg VL, Bauman LF, Barnes RF, Rhykerd CL: In vivo
evaluation of a brown midrib mutant of Zea mays. J Anim Sci 1972,
35:883-889.
20. Gallais A, Huguet L, Berthet H, Bertin G, Broqua B, Mourguet A, Traineau R:
Preliminary evaluation of brown midrib maize hybrids for their feeding
and agronomic value in France. Improvement of quality traits of maize for
grain and silage use The Hague:Martinus NijhoffPollmer WG, Phipps RH
1980, 319-339.
21. Colenbrander VL, Lechtenberg LF, Bauman LF, Muller LD, Rhykerd CL:
Nutritive value of brown midrib corn silage. J Anim Sci 1972, 35:1113.
22. Colenbrander VL, Lechtenberg LF, Bauman LF: Digestibility and feeding
value of brown midrib corn stover silage. J Animal Sci 1973, 37:294-295.
23. Colenbrander VL, Lechtenberg LF, Bauman LF: Feeding value of low lignin
corn silage. J Anim Sci 1975, 41:332-333.
24. Keith EA, Colenbrander VF, Perry TW, Bauman LF: Performance of feedlot
cattle fed brown midrib-three or normal corn silage with various levels
of additional corn grain. J Anim Sci 1981, 52:8-13.
25. Frenchick GE, Johnson DG, Murphy JM, Otterby DE: Brown midrib corn
silage in dairy cattle rations. J Dairy Sci 1976, 59:2126-2129.
26. Miller JE, Geadelmann JL, Marten GC: Effect of the brown midrib-allele on
maize silage quality and yield. Crop Sci 1983, 23:493-496.
27. Lee MH, Brewbaker LL: Effects of brown midrib on yields and yield
components of maize. Crop Sci 1984, 24:105-108.
28. Cox WJ, Cherney DJR: Influence of brown midrib, leafy, and transgenic
hybrids on corn forage production. Agron J 2001, 93:790-796.
29. Gentinetta E, Bertolini M, Rossi I, Lorenzoni C, Motto M: Effect of brown
midrib3 mutant on forage quality and yield in maize. J Genet Breed 1990,
44:21-26.
30. Marita JM, Ralph J, Lapierre C, Jouanin L, Boerjan W: NMR characterization
of lignins from transgenic poplars with suppressed caffeic acid O-
methyltransferase activity. J Chem Soc Perk T 1 2001, 22:2939-2945.
31. Jouanin L, Goujon T, de Nadai V, Martin MT, Mila I, Vallet C, Pollet B,
Yoshinaga A, Chabbert B, Petit-Conil M, Lapierre C: Lignification in
transgenic poplars with extremely reduced caffeic acid O-
methyltransferase activity. Plant Physiol 2000, 123:1363-1374.
32. Jouanin L, Gujon T, Sibout R, Pollet B, Mila I, Leplé JC, Pilate G, Petit-
Conil M, Ralph J, Lapierre C: Comparison of the consequences on lignin
content and structure of COMT and CAD downregulation in poplar and
Arabidopsis thaliana. Plantation Forest Biotechnology in the 21st Century
Kerala:Research SignpostWalter C, Carson M 2004, 219-229.
33. Guo D, Chen F, Inoue K, Blount J, Dixon R: Downregulation of caffeic acid
3-O-methyltransferase and caffeoyl CoA 3-O-methyltransferase in
transgenic alfalfa. Impacts on lignin structure and implications for the
biosynthesis of G and S lignin. Plant Cell 2001, 13:73-88.
34. Ralph J, Lapierre C, Lu F, Marita JM, Pilate G, Van Doorsselaere J, Boerjan W,
Jouanin L: NMR evidence for benzodioxane structures resulting from
incorporation of 5-hydroxyconiferyl alcohol into lignins of O-
methyltransferase-deficient plants. J Agric Food Chem 2001, 49:86-91.
35. Van Doorsselaere J, Baucher M, Chognot E, Chabbert B, Tollier MT, Petit-
Conil M, Leple JC, Pilate G, Cornu D, Monties B, Van Montagu M, Inze D,
Boerjan W, Jouanin L: A novel lignin in poplar trees with a reduced
caffeic acid/5-hydroxyferulic acid O-methyltransferase activity. Plant J
1995, 8:855-64.
36. Piquemal J, Chamayou S, Nadaud I, Beckert M, Barriere Y, Mila I, Lapierre C,
Rigau J, Puigdomenech P, Jauneau A, Digonnet C, Boudet AM, Goffner D,
Pichon M: Down-regulation of caffeic acid O-methyltransferase in maize
revisited using a transgenic approach. Plant Physiol 2002, 130:1675-1685.
37. Andersen JR, Lübberstedt T: Functional markers in plants. Trends Plant Sci
2003, 8:554-560.
38. Andersen JR, Zein I, Wenzel G, Krützfeldt B, Eder J, Ouzunova M,
Lübberstedt T: High levels of linkage disequilibrium and associations
with forage quality at a Phenylalanine Ammonia-Lyase locus in
European maize (Zea mays L.) inbreds. Theor Appl Genet 2007,
114:307-319.
39. Fontaine AS, Barrière Y: Caffeic acid O-methyltransferase allelic
polymorphism characterization and analysis in different maize inbred
lines. Mol Breed 2003, 11:69-75.
40. Guillet-Claude C, Birolleau-Touchard C, Manicacci D, Fourmann M,
Barraud S, Carret V, Martinant JP, Barrière Y: Genetic diversity associated
with variation in silage corn digestibility for three O-methyltransferase
genes involved in lignin biosynthesis. Theor Appl Genet 2004, 110:126-135.
41. Zein I, Wenzel G, Andersen JR, Lübberstedt T: Low Level of Linkage
Disequilibrium at the COMT (Caffeic Acid O-methyl Transferase) Locus in
European Maize (Zea mays L.). Genet Resour Crop Ev 2007, 54:139-148.
42. Andersen JR, Zein I, Wenzel G, Darnhofer B, Eder J, Ouzunova M,
Lübberstedt T: Characterization of phenylpropanoid pathway genes
within European maize (Zea mays L.) inbreds. BMC Plant Biology 2008, 8:2.
43. Goering HK, Van Soest PJ: Forage Fiber Analysis: Apparatus Reagents,
Procedures and Some Applications. Agricultural Handbook No. 379.
Agricultural Research Service, United States Department of Agriculture 1970.
44. Barriere Y, Guillet C, Goffner D, Pichon M: Genetic variation and breeding
strategies for improved cell wall digestibility in annual forage crops. A
review. Anim Res 2003, 52:193-228.
45. Struik P: Physiology of forage maize (Zea mays L.) in relation to its
production and quality. PhD Dissertation, Agricultural University, 6700 GW
Wageningen, The Netherlands 1983, 1-252.
46. Aufrere J, Michalet-Doreau B: In vivo digestibility and prediction of
digestibility of some by-products. EEC seminar Melle Gontrode 1983, 25-33.
47. Saghai-Maroof MA, Soliman KM, Jorgensen RA, Allard RW: Ribosomal DNA
spacer-length polymorphisms in barley: Mendelian inheritance,
chromosomal location, and population dynamics. PNAS 1984,
81:8014-8018.
48. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ: Basic local alignment
search tool. J Mol Biol 1990, 215:403-410.
49. Thompson JD, Higgins DG, Gibson TJ: CLUSTAL W: improving the
sensitivity of progressive multiple sequence alignment through
sequence weighting, positions-specific gap penalties and weight matrix
choice. Nucleic Acids Res 1994, 22:4673-4680.
50. Pritchard JK, Stephens M, Donnelly P: Inference of Population Structure
Using Multilocus Genotype Data. Genetics 2000, 155:945-959.
51. Falush D, Stephens M, Pritchard JK: Inference of population structure
using multilocus genotype data: linked loci and correlated allele
frequencies. Genetics 2003, 164:1567-1587.
52. Thornsberry JM, Goodman MM, Doebley J, Kresovich S, Nielsen D,
Buckler ES: Dwarf8 polymorphisms associate with variation in flowering
time. Nat Genet 2001, 28:286-289.
53. Yu JM, Pressoir G, Briggs WH, Bi IV, Yamasaki M, Doebley JF, McMullen MD,
Gaut BS, Nielsen DM, Holland JB, Kresovich S, Buckler ES: A unified mixed-
model method for association mapping that accounts for multiple levels
of relatedness. Nat Genet 2006, 38:203-208.
54. Loiselle BA, Sork VL, Nason J, Graham C: Spatial genetic structure of a
tropical understory shrub, Psychotria officinalis (Rubiaceae). Am J Bot
1995, 82:1420-1425.
55. Hardy OJ, Vekemans X: spagedi: a versatile computer program to analyse
spatial genetic structure at the individual or population levels. Mol Ecol
Notes 2002, 2:618-620.
56. Holm S: A Simple Sequentially Rejective Bonferroni Test Procedure.
Scand J Stat 1979, 6:65-70.
Brenner et al. BMC Plant Biology 2010, 10:27
http://www.biomedcentral.com/1471-2229/10/27
Page 11 of 1257. Camus-Kulandaivelu L, Veyrieras J-B, Madur D, Combes V, Fourmann M,
Barraud S, Dubreuil P, Gouesnard B, Manicacci D, Charcosset A: Maize
adaptation to temperate climate: relationship with population structure
and polymorphism in the Dwarf8 gene. Genetics 2006, 172:2449-2463.
58. Pons J, Vogler AP: Size, frequency, and phylogenetic signal of multiple-
residue indels in sequence alignment of introns. Cladistics 2006,
22:144-156.
59. Wheeler WC: Sequence alignment, parameter sensitivity, and the
phylogenetic analysis of molecular data. Syst Biol 1995, 44:321-331.
60. Morrison DA, Ellis JT: Effects of nucleotide sequence alignment on
phylogeny estimation: A case study of 18S rDNAs of Apicomplexa. Mol
Biol Evol 1997, 14:428-441.
61. Xia X, Xie Z, Kjer KM: 18S ribosomal RNA and tetrapod phylogeny. Syst
Biol 2003, 52:283-295.
62. Terry MD, Whiting MF: Comparison of two alignment techniques within a
single complex data set: POY versus Clustal. Cladistics 2005, 21:272-281.
63. Piepho HP, Gauch HG Jr: Marker pair selection for mapping quantitative
trait loci. Genetics 2001, 157:433-444.
64. Bernardo R: What proportion of declared QTL in plants are false?. Theor
Appl Genet 2004, 109:419-424.
65. Freedman ML, Reich D, Penney KL, McDonald GJ, Mignault AA, Patterson N,
et al: Assessing the impact of population stratification on genetic
association studies. Nature Genet 2004, 36:388-393.
66. Andersen JR, Schrag T, Melchinger AE, Zein I, Lübberstedt T: Validation of
Dwarf8 polymorphisms associated with flowering time in elite European
inbred lines of maize (Zea mays L.). Theor Appl Genet 2005, 111:206-217.
67. Wilson LM, Whitt SR, Ibanez AM, Rocheford TR, Goodman MM, Buckler ES:
Dissection of maize kernel composition and starch production by
candidate gene association. Plant Cell 2004, 16:2719-2733.
68. Jeong YM, Mun JH, Lee I, Woo JC, Hong CB, Kim SG: Distinct roles of the
first introns on the expression of Arabidopsis profilin gene family
members. Plant Physiol 2006, 140:196-209.
69. Rogers LA, Dubos C, Surman C, Willment J, Cullis IF, Mansfield SD,
Campbell MM: Comparison of lignin deposition in three ectopic
lignification mutants. New Phytol 2005, 168:123-140.
70. Barriere Y, Thomas J, Denoue D: QTL mapping for lignin content, lignin
monomeric composition, p-hydroxycinnamate content, and cell wall
digestibility in the maize recombinant inbred line progeny F838 × F286.
Plant Sci 2008.
doi:10.1186/1471-2229-10-27
Cite this article as: Brenner et al.: Polymorphisms in O-methyltransferase
genes are associated with stover cell wall digestibility in European
maize (Zea mays L.). BMC Plant Biology 2010 10:27.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Brenner et al. BMC Plant Biology 2010, 10:27
http://www.biomedcentral.com/1471-2229/10/27
Page 12 of 12